Backgroud: Constitutive activation of TGF-b signalling is a well-recognised mechanism in bone metastasis of prostate cancer (PCa). Protein Interacting with PRKCA 1 (PICK1) is a critical negative regulator of the TGF-b pathway. However, the clinical significance and biological role of PICK1 in PCa bone metastasis remain obscure.
Prostate cancer (PCa) is one of the most commonly diagnosed cancers with indolent malignant features in men (Nelson et al, 2003) . Despite great progress in the systemic treatment of PCa in recent years, distant bone metastasis remains the primary issue affecting the quality of life and survival time of PCa patients (Bubendorf et al, 2000) . Therefore, a better understanding of the underlying mechanisms contributing to bone metastasis of PCa will facilitate the development of novel therapeutic strategies against PCa.
The TGF-b signalling pathway has important functions in several biological processes, including inhibiting cell proliferation, inducing cell differentiation, embryogenesis and bone remodelling (Mohammad et al, 2009) . In cancer, TGF-b signalling can promote or inhibit tumourigenesis depending on the developmental stage and type of tumour Jakowlew, 2006) . Importantly, it has been found that TGF-b signalling plays crucial roles in cancer metastasis, especially to bone (Kang et al, 2005) . Many studies to date have reported that the development of osteolytic bone disease during bone metastasis accompanied by the release of various factors, especially TGF-b, from stromal cells and the bone microenvironment enhances tumour cell proliferation and survival, leading to a vicious cycle (Ell and Kang, 2012) . Except for the well-documented roles of TGF-b signalling within the bone microenvironment, considerable attention has been given to the pro-bone metastasis roles of TGF-b signalling, where activation of TGF-b signalling drives tumour cell invasion and migration Yu et al, 2016) . For example, Fournier and colleagues reported that activation of TGF-b signalling upregulated PMEPA1, an important negative regulator of the TGF-b pathway, and that interrupting this negative feedback loop by PMEPA1 knockdown caused PCa cells to disseminate to bone marrow, ultimately increasing bone metastases in a mouse PCa model (Fournier et al, 2015) . Furthermore, it is reported that therapy targeting TGF-b significantly attenuates metastasis of tumour cells to bone (Juarez and Guise, 2011; Hu et al, 2012; Wan et al, 2012) . Although these studies demonstrate that the TGF-b pathway plays crucial roles in the bone metastasis of PCa, the molecular mechanism responsible for constitutive activation of TGF-b in PCa bone metastasis needs to be further elucidated.
Protein Interacting with PRKCA 1 (PICK1), which was initially found by a yeast two-hybrid system analysis for identifying proteins that interact with activated protein kinase C, alpha (PRKCA) (Staudinger et al, 1995) , functions as an adaptor that binds to and guides the subcellular localisation and distribution of a set of membrane proteins (Staudinger et al, 1995) . Previous studies have shown that PICK1 has important roles in regulating the cytoskeleton and neuron morphology, and PICK1 has been implicated in several diseases (Steinberg et al, 2006; Nakamura et al, 2011; Rocca et al, 2013; Rocca and Hanley, 2015; Kunicka et al, 2016) . Recent studies implicate PICK1 dysregulation in the progression and metastasis of cancers (Cockbill et al, 2015) . Notably, a study from Zhao et al reported that PICK1 acts as an important negative regulator of TGF-b signalling in breast cancer cells by serving as a scaffold protein to enhance interaction between TGF-b receptor I (TbRI) and caveolin-1. Such interaction leads to enhanced lipid raft/caveolae localisation, resulting in caveolin-mediated endocytosis, ubiquitination and degradation of TbRI (Zhao et al, 2012) . However, the clinical significance and biological roles of PICK1 in bone metastasis of PCa are largely unknown.
MicroRNAs, which exhibit potent repressive activity on target genes by binding to the 3' untranslated region (3'UTR) of messenger RNA (mRNA), are reported to be important mediators in bone metastasis of PCa (Wang et al, 2008; Pang et al, 2010; Guo et al, 2013; Ren et al, 2013 Ren et al, , 2014 . In this study, we found that PICK1 expression is decreased in PCa tissues with bone metastasis and bone metastatic cells and that reduced PICK1 expression positively correlates with the clinicopathological characteristics and bone metastasis status of PCa patients. Upregulation of PICK1 suppresses invasion and migration in vitro, as well as bone metastasis in PCa cells in vivo through repression of TGF-b signalling. Furthermore, our results demonstrate that high miR-210-3p expression is the main underlying epigenetic regulatory mechanism responsible for downregulation of PICK1 in PCa tissues with bone metastasis. Thus, our findings reveal a novel mechanism of constitutive activation of TGF-b signalling, resulting in the development of bone metastasis of PCa.
MATERIALS AND METHODS
Cell lines and cell culture. The human PCa cell lines 22RV1, PC-3, VCaP, DU145, and LNCaP and normal prostate epithelial cells RWPE-1 were obtained from the Shanghai Chinese Academy of Sciences cell bank (China). RWPE-1 cells were grown in Defined Keratinocyte-SFM (1 Â ) (Invitrogen, USA). PC-3, LNCaP and 22Rv1 cells were cultured in RPMI-1640 medium (Life Technologies, USA) supplemented with penicillin G (100 U ml -1 ), streptomycin (100 mg ml -1 ) and 10% fetal bovine serum (FBS, Life Technologies, USA). DU145 and VCaP cells were grown in Dulbecco's modified Eagle's medium (Invitrogen, USA) supplemented with 10% FBS. The C4-2B cell line was purchased from MD Anderson Cancer Center and maintained in T-medium (Invitrogen, USA) supplemented with 10% FBS (Wu et al, 1998) . All cell lines were authenticated by short-tandem repeat (STR) fingerprinting at Medicine Lab of Forensic Medicine Department of Sun Yat-Sen University (China). All cell lines were grown under a humidified atmosphere of 5% CO 2 at 37 1C.
Plasmid, small interfering RNA and transfection. Human PICK1 cDNA (Vigene Biosciences, China) was cloned into the pSin-EF2 vector (Cambridge, USA). The (CAGAC) 12/pGL3 TGF-b/ Smad-responsive luciferase reporter plasmid and control plasmids (Clontech, Japan) were used to quantitatively assess the transcriptional activity of TGF-b signalling components. The 3 0 UTR region of PICK1 was polymerase chain reaction (PCR) amplified from genomic DNA and cloned into pmirGLO vectors (Promega, USA). The list of primers used is presented in Supplementary Table S2 . Antagomir-210-3p, small interfering RNA (siRNA) targeting PICK1 and respective control RNA were synthesised and purified by RiboBio. Transfection of miRNA, siRNA, and plasmids was performed using Lipofectamine 3000 (Life Technologies, USA) according to the manufacturer's instructions.
RNA extraction, reverse transcription, and real-time PCR. Total RNA from tissues or cells was extracted using RNA Isolation Kit (Qiagen, USA) according to the manufacturer's instructions. mRNA and miRNA were reverse transcribed from total mRNA using RevertAid First Strand cDNA Synthesis Kit (Thermo, USA) according to the manufacturer's protocol. Complementary DNA (cDNA) was amplified and quantified using a CFX96 system (BIO-RAD, USA) with iQ SYBR Green (BIO-RAD, USA). The primers are provided in Supplementary Table S1 . Primers for U6 and miR-210-3p were synthesised and purified by RiboBio (Guangzhou, China). The expression of miRNA was defined based on Ct, and relative expression levels were calculated as 2
U6 ) after normalisation with reference to the quantification of U6 small nuclear RNA expression and expression levels of mRNA were calculated after normalisation with reference to the quantification of glyceraldehyde-3-phosphate dehydrogenase (GAPDH) RNA expression according to the previous study (Song et al, 2012) .
Western blotting. Nuclear/cytoplasmic fractionation was performed using Cell Fractionation Kit (Cell Signaling Technology, USA) according to the manufacturer's instructions, and whole-cell lysates were extracted using RIPA Buffer (Cell Signaling Technology, USA). Western blotting was performed according to a standard method, as described previously (Wang et al, 2016) . Antibodies against PICK1, pSMAD2/3, SMAD2/3 and p84 were purchased from Cell Signaling Technology (USA). As a loading control, membranes were stripped and reprobed with an anti-atubulin antibody (Sigma-Aldrich, USA).
Luciferase assay. Cells (4 Â 10 4 ) were seeded in triplicate in 24-well plates, cultured for 24 h, and transfected with 250 ng (CAGAC) 12/pGL3 reporter luciferase plasmid or 100 ng pmirGLO-PICK1-3 0 UTR, luciferase plasmid, and 5 ng pRL-TK Renilla plasmid (Promega, USA) using Lipofectamine 3000 (Invitrogen, USA) according to the manufacturer's recommendations. The luciferase and Renilla signals were measured 36 h after transfection using a Dual Luciferase Reporter Assay Kit (Promega, USA) according to the manufacturer's protocol. miRNA immunoprecipitation. The MS2bp-MS2bs-based miRNA immunoprecipitation (RIP) assay was performed according to previous reports (Gong and Maquat, 2011) , with modifications for the use of EZ-MagnaRIP Kit (Millipore, USA) in accordance with the manufacturer's instructions.
Migration and invasion assays. Invasion and migration assays were performed using a Transwell chamber consisting of 8-mm membrane filter inserts (Corning, USA) with or without Matrigel (BD Biosciences, USA) coating. Briefly, cells were trypsinised and suspended in serum-free medium, and a quantity of 1.5 Â 10 5 cells was added to the upper chamber; the lower chamber was fill þ ed with the culture medium plus 10% FBS. After incubation for 48 h, the cells that had passed through the coated membrane to the lower surface were fixed with 4% paraformaldehyde and stained with hematoxylin. The cells were counted under a microscope ( Â 100).
Animal study. All mouse experiments were approved by The Institutional Animal Care and Use Committee of Sun Yat-sen University; the Approval no. was L102012013004A. For a bone metastasis study, BALB/c-nu mice (5-6 weeks old, 18-20 g) were anesthetised and inoculated into the left cardiac ventricle with 1 Â 10 5 PC-3 cells in 100 ml of phosphate-buffered saline (PBS). Bone metastases were monitored by bioluminescence imaging (BLI), as previously described . The development of bone lesions was evaluated by radiography using a Faxitron MX-20 with a digital camera (Faxitron Bioptics, USA). Osteolytic lesions were identified on radiographs as radiolucent lesions in the bone. The area of the osteolytic lesions was measured using the image analysis system MetamorphAnalysis Software (Universal Imaging Corporation, USA), and the total extent of bone destruction per animal is expressed in square millimeters. Each bone metastasis was scored as follows: 0, no metastasis; 1, bone lesion covering o1/4 of the bone width; 2, bone lesion involving 1/4-1/2 of the bone width; 3, bone lesion across 1/2-3/4 of the bone width; and 4, bone lesion 43/4 of the bone width. The bone metastasis score for each mouse was the sum of scores of all bone lesions from four limbs.
Patients and tumour tissues. A total of 198 paraffin-embedded, archived PCa tissues, 10 metastatic bone tissues and 51 fresh PCa tissues were obtained during surgery or needle biopsy between January 2014 and October 2016. Patients were diagnosed based on clinical and pathological evidence, and the specimens were immediately snap-frozen and stored in liquid nitrogen tanks. Before patient consent and approval from the Institutional Research Ethics Committee were obtained for the use of these clinical materials for research purposes. The clinicopathological features of the patients are summarised in Supplementary Table S3 .
Immunohistochemistry. The immunohistochemistry procedure and scoring of PICK1 expression levels were performed as previously described (Zhang et al, 2017) . Scores given by two independent investigators were averaged for further comparative evaluation of PICK1 expression. The proportion of tumour cells was scored as follows: 0 (no positive tumour cells); 1 (o10% positive tumour cells); 2 (10-35% positive tumour cells); 3 (35-70% positive tumour cells) and 4 (470% positive tumour cells). The staining intensity was graded according to the following criteria: 0 (no staining); 1 (weak staining, light yellow); 2 (moderate staining, yellow brown) and 3 (strong staining, brown). The staining index (SI) was calculated as the product of the staining intensity score and the proportion of positive tumour cells. Using this method of assessment, we evaluated PICK1 expression in PCa samples by determining SI, with scores of 0, 1, 2, 3, 4, 6, 8, 9 or 12. An SI score 4 was the median SI of all sample tissues. High and low PICK1 expression was stratified by the follow criteria: SIp4 was used to define tumours with low PICK1 expression; SI 46 was used to define tumours with high-PICK1 expression.
Statistical analysis. All values are presented as means ± s.d. Significant differences were evaluated using GraphPad 5.0 software (USA). Student's t-test was used to determine significant differences between two groups. The chi-square test was used to analyze the relationship between PICK1 or miR-210-3p expression and clinicopathological characteristics in PCa patients. A twotailed P-value of o0.05 was considered statistically significant in all experiments. All experiments were repeated three times.
RESULTS
PICK1 is downregulated in PCa tissues with bone metastasis and bone metastatic cell lines. To determine the clinical significance of PICK1 in PCa, we first analysed a publicly available PCa mRNA sequencing dataset and found that PICK1 expression was dramatically decreased in PCa tissues with bone metastasis compared with PCa tissues without bone metastasis ( Figure 1A and B). We further examined expression of PICK1 in our 51 fresh PCa tissues and found it to be significantly lower in PCa tissues with bone metastasis compared with PCa tissues without bone metastasis ( Figure 1C ). In addition, the percentage of low-PICK1 expression was higher in PCa tissues with bone metastasis compared to PCa tissues without bone metastasis (Supplementary Figure 1A and B). Western blot analysis revealed downregulation of PICK1 protein expression in PCa tissues with bone metastasis ( Figure 1D ). Consistently, the mRNA and protein levels of PICK1 in PCa cell lines derived from bone metastases (PC-3, C4-2B and VCaP) were significantly lower than those in 22RV1 cells derived from primary PCa, DU145 cells derived from brain metastasis and LNCaP cells derived from lymph node metastasis ( Figure 1E and Supplementary Figure 1C) . Immunohistochemical (IHC) staining of PICK1 in 198 PCa tissues was performed. The results showed that PICK1 was strongly expressed in PCa tissues without bone metastasis, but notably downregulated in PCa tissues with bone metastasis and further decreased in PCa bone tissues ( Figure 1F ). Through further analysis of the relationship between PICK1 expression and clinicopathological characteristics, we found that the level of PICK1 negatively correlated with serum prostate-specific antigen (PSA) levels (Po0.001), the Gleason grade (P ¼ 0.015) and the bone metastasis status (Po0.001) in PCa (Supplementary Tables S3 and S4 ). Collectively, these results implicate reduced PICK1 expression in the bone metastasis of PCa.
PICK1 inhibits bone metastasis of PC-3 cells. To determine the role of PICK1 in PCa bone metastasis in vivo, we first generated PCa cell lines stably overexpressing PICK1 by ectopically overexpressing PICK1 via retrovirus infection (Supplementary Figure 2) . A mouse model of bone metastasis was employed, whereby a luciferase control or PICK1-overexpressing PC-3 cells were inoculated into the left cardiac ventricle of male nude mice to monitor the development of distant bone metastasis loci by BLI. As shown in Figure 2A and B, PICK1-overexpressing PC-3 cells caused fewer bone metastases compared with the control group by both X-ray and BLI. Hematoxylin and eosin (H&E) staining of sectioned tumours from the tibias of injected mice demonstrated that increased PICK1 expression significantly decreased the tumour burden in bone ( Figure 2C ). Furthermore, PICK1-overexpressing cells resulted in fewer metastatic foci and smaller osteolytic areas of metastatic tumours, as well as longer survival and bone metastasis-free survival rates compared to the control group ( Figure 2D-G) . Therefore, these findings indicate that upregulation of PICK1 inhibits the bone metastasis of PCa.
PICK1 inhibits TGF-b signalling activity in PCa cells. Emerging evidence demonstrates that PICK1 is a critical negative regulator of the TGF-b pathway (Zhao et al, 2012) ; thus, we examined the effect of PICK1 on TGF-b signalling. As shown in Figure 3A , upregulating PICK1 suppressed the transcriptional activity of the TGF-b/Smad-responsive luciferase reporter plasmid CAGA12, which consists of 12 tandem copies of the Smad/DNA binding motif CAGAC. Cellular fractionation and western blotting analysis revealed that upregulation of PICK1 decreased pSMAD2/3 nuclear translocation in PCa cells ( Figure 3B ). Moreover, real-time PCR analysis showed that PICK1 overexpression repressed multiple downstream bone metastasis-related genes of the TGF-b pathway in both the absence and presence of ectopic TGF-b ( Figure 3C-K) .
Overall, our results demonstrate that PICK1 inhibits TGF-b signalling activity in PCa cells.
Furthermore, in vitro invasion and migration assays showed that upregulating PICK1 inhibited the invasion and migration capacities of PCa cells both in the absence and presence of TGF-b (Supplementary Figure 3A and B) . These results indicate that PICK1 downregulation promotes invasion and migration in PCa cells by activating TGF-b signalling.
Overexpression of miR-210-3 causes PICK1 downregulation in PCa tissues with bone metastasis. To clarify the underlying mechanism of reduced PICK1 expression in PCa tissues with bone metastasis, we first analyzed the deletion status from a genetic perspective in a PCa dataset from The Cancer Genome Atlas (TCGA) and found a deletion rate of only 0.2% among all 496 TCGA PCa samples (Supplementary Figure 4A) . This result indicates that epigenetic regulation may be involved in PICK1 downregulation in PCa tissues with bone metastasis. We further analysed methylation levels of PICK1 in PCa tissues. According to our results, there was no found obvious difference between adjacent non-tumourous tissues (ANT) and PCa tissues, PCa tissues with bone metastasis and PCa tissues without bone metastasis regarding PICK1 methylation levels (Supplementary Figure 4B and C) . This finding suggests that other mechanisms are responsible for the reduced expression of PICK1 in PCa tissues with bone metastasis.
As miRNAs, small endogenous non-coding RNAs that post transcriptionally regulate target genes by binding to their 3 0 UTR, leading to degradation, are involved in cancer (Bartel, 2009 ), we investigated whether miRNAs participate in PICK1 downregulation in PCa tissues with bone metastasis. Using the publicly available algorithms TargetScan and miRanda, we identified 29 broadly conserved miRNAs with the potential to bind to the 3 0 UTR of PICK1. To validate the ability of these predicted miRNAs to directly bind to the PICK1 3 0 UTR, an RNA immunoprecipitation (RIP) analysis with the MS2 binding protein (MS2bp) was performed. A plasmid expressing the 3 0 UTR of PICK1 containing the MS2-binding sequence was constructed and cotransfected together with the MS2bp-YFP expression vector into PC-3, C4-2B and VCaP cells. The transcript-specific binding of YFP protein in combination with miRNA complexes was precipitated with a YFP antibody. Quantitative real-time PCR analysis revealed strong enrichment of nine miRNAs in binding complexes, indicating the potent binding ability of these miRNAs to the PICK1 3 0 UTR ( Figure 4A ). We further evaluated these nine miRNAs and found that only miR-338-3p, miR-210-3p and miR34a-5p significantly correlated with bone metastasis of PCa in the TCGA PCa dataset ( Figure 4B ). As miRNAs suppress target genes and PICK1 negatively regulates PCa bone metastasis, only those miRNAs that correlated positively with PCa bone metastasis would inhibit PICK1 expression, resulting in bone metastasis of PCa. Accordingly, miR-210-3p was the only potential candidate in this scenario ( Figure 4B) , and miR-210-3p expression should be elevated in PCa tissues with bone metastasis compared with PCa tissues without bone metastasis. Indeed, publicly available PCa data sets and our PCa tissues revealed significantly elevated levels of miR-210-3p expression in PCa tissues with bone metastasis and bone metastasis cell lines ( Figure 4C and D and Supplementary Figure 5) . Furthermore, real-time PCR and western blot analysis revealed that enhanced miR-210-3p expression decreased while silenced miR-210-3p increased the mRNA and protein levels of PICK1 in PCa cells ( Figure 4E and F) . In addition, a luciferase assay using in PCa cells showed that miR-210-3p overexpression attenuated and miR-210-3p inhibition increased reporter activity driven by the PICK1 3 0 UTR but not a mutant miR-210-3p seed region ( Figure 4G ). Collectively, these results demonstrate that miR-210-3p overexpression leads to reduced expression of PICK1 in PCa tissues with bone metastasis. miR-210-3p activates TGF-b signalling and promotes invasion and migration by targeting PICK1 in PCa cells. We first examined the effects of miR-210-3p on TGF-b signalling activity and migration and invasion abilities in PCa cells. As shown in Figure 5A -E, silencing miR-210-3p inhibited pSMAD2/3 nuclear translocation, TGF-b signalling activity and downstream target gene expression. Moreover, downregulation of miR-210-3p repressed migration and invasion capacities of PC-3 cells ( Figure 5F and G). Further analysis showed that silencing PICK1 were examined in 51 fresh PCa tissues. As shown in Figure 6A , the negative correlation between PICK1 mRNA and miR-210-3p expression was verified in our PCa tissue samples, consistent with the TCGA PCa tissue analysis ( Figure 6B ). Indeed, PICK1 expression was inversely correlated with miR-210-3p expression 
DISCUSSION
Within the context of cancer progression, emerging evidence implicates PICK1 in the formation of cell-cell boundaries, cell movement, and positioning during development, whereas loss of PICK1 leads to dissociation of epithelial cells via disruption of adherens junctions, resulting in invasion and metastasis of cancer cells (Son et al, 2014) . Accordingly, aberrant expression of PICK1 has been linked to more aggressive and metastatic tumour phenotypes. For example, in astrocytic tumours, exogenous expression of PICK1 effectively represses the migration and invasion capacity of cells (Cockbill et al, 2015) . However, the clinical significance and biological role of PICK1 in bone metastasis of PCa remain unknown. In this study, we found PICK1 expression to be dramatically decreased in PCa tissues with bone metastasis and in bone metastatic cells and even further decreased in bone tissues of PCa. Furthermore, upregulating PICK1 inhibited invasion and migration abilities in vitro, as well as bone metastasis of PCa cells in vivo. In clinical PCa cases, the level of PICK1 in PCa tissues negatively correlated with the serum PSA level, Gleason grade and bone metastasis status. Thus, our results demonstrate the tumour-suppressive role of PICK1 in the bone metastasis of PCa. Intriguingly, Zhang et al reported overexpression of PICK1 in breast cancer cells, correlating with shortened overall survival. In addition, silencing PICK1 in MDA-MB-231 cells decreased proliferation and tumourigenicity both in vitro and in vivo, supporting an oncogenic role of PICK1 in human breast cancer (Zhang et al, 2010) . However, the specific mechanism responsible has not yet been elucidated. Collectively, our results, in combination with other studies, indicate that the pro-and anti-tumour roles of PICK1 are environmental and cancer-type dependent.
Several lines of evidence demonstrate that TGF-b signalling is constitutively activated in bone metastases of various types of cancer, including breast cancer, melanoma and PCa (Yin et al, 1999; Kang et al, 2005; Javelaud et al, 2007) . Activation of TGF-b signalling promotes bone metastasis of cancer cells via transcriptional regulation of the expression of multiple bone metastasisrelated genes, including CXCR4, MMP1, IL11, and PTHRP (Yin et al, 1999; Kang et al, 2003 Kang et al, , 2005 . Much research has been conducted regarding the activation of TGF-b signalling in tumour metastasis (Reichl et al, 2015; Tang et al, 2015) , and emerging evidence indicates the contribution of several regulatory mechanisms.
Loss or downregulation of upstream negative regulators of the TGF-b pathway is involved in its activation, further promoting the progression and metastasis of tumours. Wang and colleagues reported that EWI-2 negatively regulates TGF-b signalling, which further inhibits the epithelial-mesenchymal transition (EMT), migration and invasion, and lung metastasis of melanoma cells . In gallbladder carcinoma, reduced SMAD7 expression activates TGF-b signalling, inducing EMT and enhancing metastasis (Chang et al, 2013) . Notably, Fournier and colleagues reported that upregulation of the negative regulator of the TGF-b pathway PMEPA1 induced by activation of TGF-b signalling significantly repressed bone metastasis of PCa. In addition, disrupting the negative feedback loop by silencing of PMEPA1 enhanced bone metastases in a mouse prostate cancer model (Fournier et al, 2015) . In the present study, our results showed that upregulating PICK1, a negative regulator of the TGFb pathway, suppressed TGF-b signalling activity, which further inhibited bone metastasis of PCa. These findings indicate that reduced expression of PICK1 in PCa tissues can activate TGF-b signalling and promote PCa bone metastasis.
Recent studies have demonstrated that miRNA dysregulation is another important mechanism responsible for activating TGF-b signalling, which results in tumour cell metastasis in different types of cancer. In gallbladder carcinoma, ectopic expression of miR-20a activated TGF-b signalling by targeting SMAD7, which induced EMT and enhanced metastasis (Chang et al, 2013) . Bonci et al reported that concomitant loss of miR-15/miR-16 and gain of miR-21 in PCa cells aberrantly activated TGF-b signalling, which mediated local invasion, distant bone marrow colonisation and osteolysis (Bonci et al, 2016) . In this study, we found that overexpression of miR-210-3p activated TGF-b signalling and promoted the bone metastatic capacities of PCa cells in vitro and that silencing of PICK1 activates TGF-b signalling and promotes bone metastatic abilities of PCa cells. Importantly, we found that overexpression of miR-210-3p is the primary mechanism contributing to PICK1 downregulation in bone metastatic PCa tissues. Taken together, our findings reveal a novel mechanism responsible for activating TGF-b signalling, which contributes to bone metastasis of PCa ( Figure 6H) .
CONCLUSION
Our results demonstrate that downregulation of PICK1 elicited by miR-210-3p overexpression activates the TGF-b pathway, which further promotes bone metastasis in PCa, indicating that the miR-210-3p/PICK1/TGF-b signalling axis plays an important role in PCa bone metastasis. These findings contribute to a comprehensive understanding of the mechanism responsible for activation of the TGF-b pathway, facilitating the development of an effective therapeutic strategy against bone metastasis of PCa. expression  T1  T2  T3  T4  T5  T6  T7  T8  T9   T1  T2  T3  T4  T5  T6  T7  T8 (D-G) Correlation between PICK1 expression levels and miR-210-3p and downstream bone metastasis-related genes, including CTGF, PTHRP and IL-11, in PCa tissues. Expression levels of PICK1 were quantified by densitometry using Quantity One Software and normalised to the levels of a-tubulin. Sample 1 was used as a standard. The relative expression levels of the proteins were used to perform correlation analysis.
(H) Schematic model. Downregulation of PICK1 caused by miR-210-3p activates TGF-b signalling, leading to bone metastasis of PCa.
